ABSTRACT Porphyromonas gingivalis is associated with both oral and systemic diseases. Strain-specific P. gingivalis invasion phenotypes do not reliably predict disease presentation during in vivo studies. Here, we present the genome sequence of 381, a common laboratory strain, with a single contig of 2,378,872 bp and a GϩC content of 48.36%.
rRNAs, and one tmRNA. There are 231 subsystems in the genome. Subsystem features observed included: protein metabolism (197), cofactors, vitamins, prosthetic groups and pigments (157), RNA metabolism (64), DNA metabolism (91), carbohydrates (96) and membrane transport (17) .
The annotated P. gingivalis 381 genome was compared to P. gingivalis strains W83, ATCC 33277, and TDC60 using RAST (27) and IMG-ER (28) . All-to-all BLASTp comparisons of predicted protein sequences showed that 381 possesses 64 strain-specific CDSs, all annotated as hypothetical proteins. Of note, 381 is a close relative of ATCC 33277 based on genome clustering analysis, and the gene order is nearly identical between 381 and ATCC 33277, except three minor differences due to inversion, duplication, or deletion of transposable elements.
The availability of the 381 genome enables exploration of how genomic differences among P. gingivalis strains offer widely different in vitro phenotypes, but may not confer competitive advantage in an animal model of infection. Accession number(s). This genome sequencing project was deposited in GenBank under accession number CP012889. The version described is the first version.
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